Garden asparagus (Asparagus officinalis) is a perennial, dioecious crop. Genomic DNA samples were prepared from five A. officinalis individuals that differ in sex and phenotypes, and sequenced with the MinION nanopore sequencer. The obtained data were 1.5e5 Gb/sample, and the average read length was larger than 1.4 kb for all the samples. The resulting reads were mapped to the existing A. officinalis genome sequence. The existing A. officinalis transcript sequences were mapped to the MinION-derived reads. On the basis of these mapping results, flanking sequences of five partial gene fragments that previously had not been mapped to any region of the existing genome were determined by genomic PCR followed by Sanger sequencing. These sequences enabled to estimate the genomic positions of those five partial gene fragments. The MinION-derived data and the flanking sequences of the five gene fragments were deposited in the NCBI (National Center for Biotechnology Information) SRA (Sequence Read Archive) database and the NCBI Nucleotide database, respectively.
Data
Samples and data regarding the MinION sequencing are summarized in Table 1 . Raw data obtained from the MinION sequencing were deposited as FASTQ format in the NCBI SRA database (accession numbers: SRR9643835-SRR9643839, Table 1 "Data accessibility"). In a previous study,~2% of the A. officinalis gene fragments, which had been obtained from de novo assembly of RNA sequencing-derived reads [1, 2] , were not mapped to the existing A. officinalis genome sequence [4] . With the help of the MinION-derived data, flanking sequences of five of such gene fragments were cloned, and their genomic positions were estimated ( Table 2) . These sequences were deposited in the NCBI Nucleotide database (accession numbers: MN311180-MN311184, Table 1 "Data accessibility").
Experimental design, materials, and methods
A. officinalis plants including five individuals used in this study have been maintained for 10 years or longer in an open field in Hokkaido University. Genomic DNA was prepared from their floral buds with Specifications The resulting FAST5 files in the "pass" folders, which correspond to sequences with high quality scores, were converted to FASTQ files with the Albacore basecaller (version 2.1.3, ONT). The resulting FASTQ files were concatenated according to samples, and deposited in the NCBI SRA (Sequence Read Archive) database (accession numbers are presented in Table 1 ). The reads derived from the MinION sequencing were mapped to the existing A. officinalis genome sequence, which derived from a supermale individual (NCBI RefSeq accession: GCF_001876935.1) [3] , with the MegaBLAST aligner in the BLAST þ suite [5] with default parameters. The putative A. officinalis transcript sequences that were derived from RNA sequencing [1, 2] and that were not mapped to the above-mentioned genome sequence [4] ('orphan genes') were mapped to the MinION-derived reads with MegaBLAST with default parameters. Flanking sequences and genomic positions of five randomly chosen orphan genes were estimated with those MegaBLAST results. These orphan genes and their flanking sequences were amplified by PCR using the male NJ264 plant-derived genomic DNA as the a These are names of the transcripts (i.e., contigs) generated by de novo assembly of RNA sequencing-derived reads [1, 2] . b The positions correspond to the regions with sequential undetermined ('N') bases in the existing A. officinalis genome sequence.
template and the primer pairs listed in Table 3 . Sequences of the resulting PCR products were determined by Sanger sequencing [7] , and deposited in the NCBI Nucleotide database (accession numbers are presented in Table 2 ).
